Twenty primers of 20 mer referred to universal rice primer (URP) were developed from a repetitive sequence of rice genome. URP-PCR protocol employed stringent PCR with high annealing temperature throughout the thermo-cycling reaction, giving high reproducibility. PCR approach using URP primers will be useful for studying DNA diversity of diverse prokaryotic genomes, especially at inter-and intra species levels.
INTRODUCTION
The classic taxonomical methods of bacteria, relies on fatty acids, nutritional composition, and biochemical properties and so on (Garrity et al., 2002) . However, it has been pointed out that microorganisms tend to lead to other consequences due to environmental effects, and that their shorter generation and higher rates of metamorphosis have been a limiting factor in the bacterial classification system. The sequence of 16S
rDNA was adopted as a new classification tool of the bacterial class (Chang et al., 1997) ,
providing an opportunity for the revision of bacterial taxonomy to take place. In Multiple arbitrary amplicon profile (MAAP) that can universally be used in different organisms including pants, animals and microorganisms was developed for the use of single or multiple arbitrary primers (Caetano-Anolles, 1994; Caetano-Anolles and Gresshoff, 1997) , and includes the techniques of RAPD (Williams et al., 1990) , AP-PCR (Welsh et al., 1990) , and DNA amplification fingerprinting (DAF) (CaetanoAnolles et al., 1992 sequence, pKRD (Kang et al., 2002 2010; Hong et al., 2008; Jana et al., 2005; Kang, 2012; Kang, 2001 , Kang, 2002 and further the specific PCR polymorphic bands could be used for finding SCAR PCR primer for diagnosis of bacterial species or strain (Kang et al., 2003; Lim et al., 2007) .
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In this study, it was demonstrated that URP primers can universally be applied to PCR fingerprinting of diverse genomes from plant, human, animal and industry related bacterial strains at levels of intra and inter species. by Ausubel et al.(1987) . 
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RESULTS AND DISCUSSIONS
URP-PCR method was used to study the genetic diversity of 24 P. carotovurum subsp carotovorum (Pcc) strains causing bacterial soft rot disease on different plant species and 9 additive plant pathogenic bacteria. Fig. 1 shows PCR fingerprinting profile of diverse bacteria including carotovorum (Kang et al., 2003; Lim et al., 2007) . grower" and non-pathogenic (Simner et al., 2013 (Fig. 3B) . The E. coli O157:H7 specific PCR polymorphic bands were observed on size marker of 0.5 kb and other polymorphic bands were showed in reliance on E. coli strains. As a result, six E.
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coli strains were divided into four types. carotovorum and A. vitis among other bacteria (Kang et al., 2003; Lim et al., 2006) .
CONCLUSIONS
PCR approach using URP primers offers a powerful tool for studying DNA diversity of prokaryotic genomes, with potential use in taxonomic and phylogenic analysis, as well as in genotypic screening of strains in species, especially at inter-and intra-species levels. The URP-PCR is clearly different to RAPD (Williams et al., 1990 ) and AP-PCR method (Welsh et al., 1990) 
